Using bioinformatics tools to study the role of microRNA in cancer.
High-throughput sequencing (HTS) has emerged as a promising method to study gene expression in neoplastic and normal tissues. Using HTS, many research groups have described transcript variants as well as discovering new transcribed loci and noncoding RNAs, including microRNAs. In oncology, expression profiling of microRNAs in matched tumor and normal tissues has been used to detect differential expression of microRNAs in cancer. We present one approach for laboratories with few bioinformatics support to assist in the analysis of microRNA HTS data focused in oncology. This approach can also be adapted to study other systems.